MINUTE 3. AGENDA
The proposed agenda was approved.
MINUTE 4. MINUTES OF THE PREVIOUS MEETING
The minutes of the previous meeting held on 31 March 2015 in New Orleans (USA) were approved (Greub G. Int J Syst Evol Microbiol. 2017 Feb; 67(2) :512À513).
MINUTE 5. MEMBERS LEAVING THE SUBCOMMITTEE AND ELECTION OF NEW MEMBERS
Gerald Byrne, Bernhard Kaltenboeck, Andreas Pospischil, Konrad Sachse and Richard Stephens are leaving the Subcommittee, as they had not taken part in any of the last five Subcommittees and/or had decided to leave the Subcommittee, following retirement. As discussed in previous meetings in Amsterdam and in San Antonio, up 
MINUTES 7. MINIMAL STANDARDS FOR DESCRIPTION OF NEW SPECIES WITHIN THE ORDER CHLAMYDIALES: USE OF A MINIMUM OF FIVE GENES
As discussed at previous meetings, a minimal of five genes belonging to the core genome are needed to report a novel species. The Subcommittee considered that it is also important to have at least five core genes to report a Candidatus species. These genes should not be horizontally transferred, should be part of the core genes of the order Chlamydiales and should ideally be part of the genes reported as highly reliable taxonomic markers by Pillonel et al. (Int J Syst Evol Microbiol. 2015; 65:1381 -1393 . These include (i) the genes encoding DnaA, SucA, Hyp325 and FabI, which help in classifying isolates at the genus level, with similarity cut-offs of 70, 64, 57 and 78 %, respectively; (ii) the genes encoding RpoN, FtsK, PepF and Adk, which help in classifying isolates at the species level, with similarity cut-offs of 96, 98, 96, 95 and 95 %, respectively; and (iii) the genes encoding 16S rRNA and 23S rRNA, which appear to be excellent markers in classifying isolates at the family level, with similarity cut-offs of 92.5 and 91 %, respectively. When discrepant results are obtained with different genes, the majority rule is applied as proposed by Pillonel et al. Moreover, these genetic cut-offs should be complemented by phenotypic characterization (polyphasic approach) whenever possible. Regarding phenotypic characterization, ultrastructure is considered to be mandatory, because it allows the multiphasic developmental stages of chlamydiae to be identified. However, characterization based on matrix-assisted laser desorption ionization/time-of-flight or SDS-PAGE profiling is not mandatory to describe a novel species for chlamydiae, given the strict intracellular lifestyle of these bacteria. The Subcommittee especially aims to avoid description of Candidatus species only based on the 16S rRNA gene, which may increase due to the wide use of 16S rRNA PCR in socalled post-PCR metagenomics studies.
MINUTES 8. A SINGLE ORDER CHLAMYDIALES
R. S. Gupta and colleagues proposed to create two orders (Chlamydiales and Parachlamydiales) within the phylum Chlamydiae (Gupta et al. Antonie van Leewenhoek 2015; 108 : 765-781) . The Subcommittee considered that the creation of the new order Parachlamydiales is insufficiently supported by 16S rRNA trees. Thus, it seems premature to propose grouping all non-chlamydiaceae within the new order Parachlamydiales because this novel order may in fact not be monophyletic. Indeed, chlamydial diversity remains largely underestimated, making it difficult to draw definite conclusions with the currently available dataset. Thus, to prevent confusion due to potentially necessary subsequent re-classifications when additional isolates and data become available, the Gupta proposal was not adopted and will be rediscussed in a subsequent Subcommittee meeting. In conclusion, only a single order (Chlamydiales) currently exists within the class Chlamydiae.
MINUTE 9. ANY OTHER BUSINESS
On behalf of the Subcommittee, P. Bavoil warmly thanked D. Vanrompay and K. Sachse for their time in providing chlamydia strains to culture collections and in performing the last steps to resolve chlamydophila controversies. S. Hefty will contact the NCBI curators in order to correct the label of several chlamydia strains, still labelled chlamydophila at NCBI.
MINUTE 10. CURRENT MEMBERSHIP

